: These authors highlighted current concepts on the effects of RNA and DNA binding on the Toll-like receptors. The extracellular membrane receptors are vital for the cellular response to invading pathogens. Ikebe et al. (2016) : This article reviewed the increased power of specialized sampling methods applied to molecular dynamics MD simulations under explicit solvent condition in predicting protein-binding partner interactions. The emphasis here was on practical applications of these enhanced MD simulations. Rona et al. (2016) : The authors discussed the most recent biophysical literature on the protein domain, PWWP, which binds to and recognises both DNA and histone methylated lysines present in the nucleosome (the fundamental unit of nuclear chromatin). Sridharan and Ponnuraj (2016) : Microbial surface components recognizing adhesive matrix molecules (MSCRAMMs) are found only on the surface of Gram-positive bacteria. They target extracellular proteins (for example, collagen and fibrinogen). The authors focused on isopeptide amide bonds between Lys, Asn and Asp residues on these proteins that help by providing resistance against host-defense mechanisms.
Issue #2 contained 10 articles. Spinozzi et al. (2016) : This article reviewed the evaluation of structural and thermodynamic aspects of model proteins by the techniques of small-angle neutron scattering and differential scanning microcalorimetry. These methods can sense the changes in protein solvation. Borges et al. (2016) : Small angle X-ray scattering (SAXS) enables biophysicists to study protein domains. The authors reviewed the use of SAXS for studying molecular structure of chaperones (Hsp70 and Hsp90). Germond et al. (2016) : This erudite and eminently readable review provides the reader with an unusually clear explanation of why and how so many relatives of the familiar Green Fluorescent Protein (GFP) have been produced. The authors provide insight into new ways these fluorescent reporter proteins can be used to measure pH, ion concentrations, redox indicators, membrane potential, temperature and pressure changes in molecular crowding. Tokuda et al. (2016) : Interactions between DNA and proteins can be detected using SAXS but solution contrast variation is required. This contribution reviews two strategies based on either (i) masking the protein contribution, or (ii) using of heavy atom isomorphous replacement in 25-base pair DNA. Antosiewicz and Shugar (2016a, b) : This open-access twopart article reviews the basic properties of tyrosine residues as studied by UV-visible spectroscopy. It is a scholarly work that shines a light on the theory and practice of studying tyrosines rather than the more common spectroscopic investigations that examine tryptophans. Basso et al. (2016) : This paper reviewed the use of Electron Spin Resonance (ESR) for studying protein-membrane interactions. First the authors discussed how ESR can be used to study lipid as it binds to a hydrophobic pocket on diogenase enzyme. They then switched the focus to study proteins and used EPR to study the interaction of model membranes with fatty acid binding protein.
Smith (2016): At my invitation, I asked Ian Smith, an eminent and indeed knighted Canadian biophysicist, to take the reader on a journey from pure biophysics research into the application of his research at the bedside. A open access pdf version of this article can be downloaded from the BREV website.
Seeto (2016): Then, by way of contrast, I invited a relatively young medical graduate, Reg Seeto, to write about his experiences half-way through his 40-year journey to the top of the pharmaceutical industry. It is both readable and insightful, and by way of a footnote, Reg recently informed me he has just taken the next big step up in his career pathway within big Pharma.
Special Issue #3 contains 14 articles: This was a Special Issue devoted to DNA supercoiling, protein interactions and genetic function. The executive editors (Laura Finzi, Emory University) and Wilma Olson Rutgers University have tapped into their combined and deep experience in this field to assemble what is arguably the most authoritative collection of reviews on the topic.
Rather than attempt to summarise nuances of each article, I encourage interested readers in this complex subject to select what they need based on the following review titles.
The emerging role of DNA supercoiling as a dynamic player in genomic structure and function. Finzi and Olson (2016) .
The regulatory role of DNA supercoiling in nucleoprotein complex assembly and genetic activity. Muskhelishvili and Travers (2016) .
Controlling gene expression by DNA mechanics: emerging insights and challenges. Levens et al. (2016) .
Recent insights from vitro single-molecule studies into nucleosome structure and dynamics. Ordu et al. (2016) .
Effects of DNA supercoiling on chromatin architecture. Corless and Gilbert (2016) .
Supercoiling biases the formation of loops involved in gene regulation. Finzi and Dunlap (2016) .
DNA supercoiling during transcription. Ma and Wang (2016) . DNA supercoiling is a fundamental regulatory principle in the control of bacterial gene expression. Dorman and Dorman (2016) .
The dynamic interplay between DNA topoisomerases and DNA topology. Seol and Neuman (2016) .
Species-specific supercoil dynamics of the bacterial nucleoid. Higgins (2016) .
Protein-induced DNA linking number change by sequencespecific DNA binding proteins and its biological effects. Leng (2016) .
Insights into genome architecture deduced from the properties of short Lac repressor-mediated DNA loops. Perez and Olson (2016) .
Protein/DNA interactions in complex DNA topologies: expect the unexpected. Noy et al. (2016) . Biophysical Reviews publications on DNA structure and function in other Issues that complement this Special Issue on DNA supercoiling. Editorial, dos Remedios (2016b).
Special Issue #4 contained 18 articles: This Special Issue is entitled: Quantitative and analytical relations in biochemistry -A Special Issue in Honour of Donald J Winzor's 80th birthday. By concentrating on the subject area of applied mathematics in biochemistry this Issue acted as a festschrift for celebrating the six-decade career of Donald J Winzor as a researcher and scientific mentor. The details are provided in that Issue's Editorial (dos Remedios 2016b) along with a series of short letters (Hall & Harding 2016; Winzor 2016; Sawyer 2016; Minton 2016) . The subject of each review was chosen by the author or authors to reflect an aspect of their inspirational time together and/or the things they learned as colleagues, or as students.
Here are the titles of the 18 articles in this issue: Quantitative and analytical relations in biochemistry -A Special Issue in honour of Donald J Winzor's 80th birthday. (Foreword) Hall and Harding (2016) .
Six decades of research in physical biochemistry. Winzor (2016) .
A note on the career of Donald J. Winzor. Sawyer (2016) . Big ideas from "small science". Minton (2016) . Charge matters. Laue (2016) . A Hilly path through the thermodynamics and statistical mechanics of protein solutions. Wills (2016) .
Assessing sedimentation equilibrium profiles in analytical ultracentrifugation experiments on macromolecules: from simple average molecular weight analysis to molecular weight distribution and interaction analysis. Harding et al. (2016) .
Mineralization and non-ideality: on nature's foundry. Rao and Cölfen (2016) .
Aspects of protein-DNA interactions: a review of quantitative thermodynamic theory for modelling synthetic circuits utilising Lac1 and CI repressors, IPTG and the reporter gene lacZ. Munro et al. (2016) .
Biosensor binding data and its applicability to the determination of active concentration. Karlsson (2016) .
Protein-RNA interactions: structural biology and computational modeling techniques. Jones (2016) .
NMR magnetization-transfer analysis of rapid membrane transport in human erythrocytes. Shishmarev and Kuchel (2016) .
Molecular assembly and structure of the bacteriophage T4 tail. Arisaka et al. (2016) .
Dissociative mechanism for irreversible thermal denaturation of oligomeric proteins. Chebotareva et al. (2016) .
Dynamic light scattering: a practical guide and applications in biomedical sciences. Stetefeld et al. (2016) .
Analytical methods for structural ensembles and dynamics of intrinsically disordered proteins. Schor et al. (2016) .
Accounting for thermodynamic non-ideality in the Guinier region of small-angle scattering data of proteins. Scott (2016) .
Measurement of amyloid formation by turbidity assayseeing through the cloud. Zhao et al. (2016) .
How is Biophysical Reviews performing? In 2009 BREV commenced publication with 20 reviews published in four issues. In the following years the number of articles published per year remained fairly constant (see Table 1 ), and then in 2012 BREV published its first Special Issue (SI) on Computational Biophysics. The journal continued to publish one SI each year, and as their popularity increased the Editor increased it to two SIs per year in 2015-16. This decision increased the number and focus of reviews and was accompanied by an increase in the total published number of pages. In 2017, BREV plans to publish to six issues a year, of which four will be Special Issues.
Ultimately publishing performance depends on more than just the number of articles and the number of pages. Citation rates of reviews are higher than primary reports and they rise gradually for 2-3 years after publication.
Another important factor that affects publication success is the maintenance of the quality of the reviews. And finally, since the journal is half-owned by the International Union for Pure & Applied Biophysics, there is an obligation for BREV to ensure the contents of Editorial Board and the articles it published reflect the International community.
Cris dos Remedios Editor-in-Chief January 15, 2017. 
